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Abstract: It has been previously shown that the diffraction quality of protein crystals strongly depends
on mass transport during their growth. In fact, several studies support the idea that the higher the
contribution of the diffusion during mass transport, the better the diffraction quality of the crystals. In
this work, we have compared the crystal quality of two model (thaumatin and insulin) and two target
(HBII and HBII-III) proteins grown by two different methods to reduce/eliminate convective mass
transport: crystal growth in agarose gels and crystal growth in solution under microgravity. In both
cases, we used identical counterdiffusion crystallization setups and the same data collection protocols.
Additionally, critical parameters such as reactor geometry, stock batches of proteins and other
chemicals, temperature, and duration of the experiments were carefully monitored. The diffraction
datasets have been analyzed using a principal component analysis (PCA) to determine possible trends
in quality indicators. The relevant indicators show that, for the purpose of structural crystallography,
there are no obvious differences between crystals grown under reduced convective flow in space
and convection-free conditions in agarose gel, indicating that the key factor contributing to crystal
quality is the reduced convection environment and not how this reduced convection is achieved. This
means that the possible detrimental effect on crystal quality due to the incorporation of gel fibers into
the protein crystals is insignificant compared to the positive impact of an optimal convection-free
environment provided by gels. Moreover, our results confirm that the counterdiffusion technique
optimizes protein crystal quality and validates both environments in order to deliver high quality
protein crystals, although other considerations, such as protein/gel interactions, must be considered
when defining the optimal crystallization setup.
Keywords: protein crystallization; microgravity; agarose; counterdiffusion
1. Introduction
Obtaining crystals of sufficient quality is essential for obtaining good diffraction data and building
accurate 3D structural models of both small and macromolecules. It is widely accepted that this is
the main bottleneck in structural biology studies, which results in slowing down the drug design
process. Many strategies, recalled in this Special Issue, have been assayed not only to obtain initial
3D models from X-ray data but also to improve crystal quality, a fundamental requirement in drug
design. Consequently, it is not surprising that crystallization in space has received much financial
support from both public space agencies and private companies until the last decade [1]. Since the early
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protein crystallization space adventure in 1984, many instruments have been tested under microgravity
conditions [2–7]. At first, the results were not very conclusive, but interest did not decline, leading to a
vast amount of research into reduced gravity environments [2–7], most of which reported crystal quality
enhancements and strongly contributed to a better understanding of the nucleation and growth of
protein crystals [4,8–10]. Although several parameters, such as the isoelectric point and water content,
were not considered when analyzing the results, the observed improvement in crystal quality was
explained on the basis of reduced crystal sedimentation, density-driven convection flows provoking
the formation of depletion zones around growing crystals [11–14], and the reduced incorporation
of impurities [4,15,16]. The formation of a stable depletion zone in diffusive setups minimizes and
stabilizes the supersaturation at the crystal/solution interface, reducing and making constant the
growth rate, which kinetically favors the arrangement of molecules at the crystal surface and allows
for efficient transport of impurities out of it. This is generally accepted as a factor enabling crystal
perfection [17–20]. Therefore, it was concluded that the diffusive mass-transport conditions created
during microgravity experiments are a key factor in obtaining good quality protein crystals [21,22].
This agreed beneficial effect of the diffusive mass-transport regime on crystal quality, together
with the economic costs associated with experiments in space, were the driving force when considering
further existing ground-based alternatives to mimic this specific mass-transport scenario [23]. Several
approaches have been proposed to eliminate/reduce gravity-induced convection on Earth [24–30], but
one of the most commonly used techniques, due to its ease of implementation, is that of gelling the
growth media [31–33]. Agarose, a thermo-reversible hydrophilic hydrogel, is the most commonly
used gelling additive due to its frequent use in bio-laboratories and its ease of preparation. Agarose
gels behave as a neutral network in which convection is reduced or eliminated (depending on
concentration [34]) and supersaturation at the crystal surface is homogeneous and steady [35]. In
addition, sedimentation is avoided, favoring three dimensional growth, and impurity incorporation is
reduced [36,37], leading to better-diffracting crystals [31,38], even though gel fibers are incorporated
within the protein crystal lattice independently of gel and protein nature [39–42]. However, an
exhaustive rational comparison between crystals grown in a mass diffusive growth media created by
microgravity and those grown in gel media on-ground should be carried out in order to validate this
alternative to microgravity diffusive environments. Only on rare occasions have crystals grown under
microgravity in solution been compared with gel-grown protein crystals from underground gravity
conditions [43–45], and only once at two levels of gravity [38]. Among these works, only Evrard and
co-workers [44] have presented a systematic study on the crystallization of TIM (triosephosphate
isomerase) from solution in microgravity and gel on-ground, concluding that under low gravity
conditions crystals were slightly better. However, their experiments did not allow them to pinpoint the
reason behind this observation.
We have conclusively shown that counterdiffusion methods produce crystals of higher quality
than conventional convective crystals (hanging/sitting, drop, batch, etc.) [27], but after more than
25 years of investigation, there is still no clear picture of the possible advantages of microgravity
conditions over on-ground gel growth in terms of protein crystal quality [4,7,46,47]. This can, in part,
be due to the difficulty of controlling microgravity conditions with precision (i.e., G-jitters, residual
acceleration, lack of consistent data on microgravity levels during experiments, etc.) or the poor control
of temperature during microgravity experiments. Additionally, sample handling during pre- and
post-flight operations (temperature, vibration, aging, etc.) before X-ray data collection can have a large
impact on data quality and often varies greatly between experiments.
This work addresses the missing comparison in terms of crystal quality between diffusive crystal
growth setups, both on-ground and in microgravity. We have compared several X-ray quality indicators
for protein crystals (model and target) grown using identical experimental conditions (e.g., protein and
reactant batches, crystallization hardware, thermal history, handling, storage, and transportation) in
two different reduced convection environments: microgravity and gels. The microgravity experiments
were run in a small unmanned spacecraft (Foton M3) to ensure the best possible microgravity scenario
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(very small g-level). Ground experiments were set up at the same time, using the same reactors,
chemicals, and procedures. A specific protocol was defined for synchrotron radiation data collection
and analysis to evaluate crystal quality.
2. Materials and Methods
2.1. Crystallization Experiments
For the experiments we selected two model proteins, bovine pancreas insulin and thaumatin from
T. daniellii, purchased as lyophilized powder from Sigma (I5500 and T7638 respectively), and two target
systems, hemoglobins HBII and HBII-III from L. pectinata [45] kindly provided by the group of Prof.
Juan Lopez-Garriga from the University of Puerto Rico at Mayagüez. Thaumatin and insulin were
dissolved in MilliQ water. Protein concentration was determined spectrophotometrically at 280 nm
prior to setting up the crystallization experiments and after filtration through a 0.45 µm membrane.
All other chemicals were of analytical grade and used without further purification.
Experiments were set up to suit the second version of the Granada Crystallization Facility (GCF-2)
using two types of reactors, the Granada Crystallization Box-Domino (GCB-D) and the three layer
capillaries (3LC), described elsewhere [3]. In short, both the GCB-D and the 3LC reactors exploit the
counterdiffusion technique using a middle layer of gel to control the starting time of the experiments,
which eliminates the need for any activation. One of the main features of the new GCF is the active
control of the temperature ensuring a set point of 20 ± 0.5 ◦C, not only during the mission but also
during transportation. In short, we followed the already described standard procedure in setting
up the experiment; i.e., the agarose layer (1.0% w/v) was added to the GCB and allowed to set and
capillaries, loaded with the protein solution and sealed at the top, were punctuated into the gel layer.
For equivalent ground experiments, protein solution was mixed with agarose (0.5% w/v) prior to
loading the capillaries. The precipitant was then added on top and the GCB sealed. In the case of the
3LC experiment, the protein solution was loaded first (with 0.1% agarose for the ground experiments)
and the bottom end of the capillary sealed with beeswax. Then, the second layer of agarose was added
with the help of a Pasteur pipette and allowed to set. Finally, the precipitant solution was poured on
top of the agarose layer and the system sealed with beeswax. Two identical units of the GCF-2 were
prepared on site for the space and ground experiments. The experimental conditions are summarized
in Table 1.
Table 1. Summary of the crystallization conditions. For ground experiments 0.1%–0.3% (w/v) agarose
was added to the protein chamber.
Protein Concentration (mg/mL) Precipitating Agent Buffer Type
Thaumatin 50 2.4 M NaK-tartrate 0.1 M Hepes pH 7.0 GCB
Insulin 30 25% PEG 4000, 0.2 MNaK-tartrate
0.02 M Na Phosphate pH
10.5, 0.02 M EDTA 3L
HBII-O2 30 5 M Na Formate pH 5.0 Water 3L
HBII-III-CN 30 5 M Na Formate pH 5.0 Water 3L
2.2. X-ray Data Collection and Analysis
Crystal quality was determined from X-ray diffraction data collected at beam line BM16 of the
European synchrotron radiation facility (ESRF). Crystals were extracted from the hydrogel or the
capillary using a cut pipette tip and deposited on a plastic Petri dish. Drops of the recovered precipitant
or the precipitant plus cryoprotectant (20% v/v glycerol) were deposited nearby. Selected crystals
were transferred to the cryoprotectant solution and equilibrated for 10 to 20 seconds before being
mounted manually in the goniometer-head and flash-cooled. The data collection protocol was the
same for all crystals as summarized in Table 2. We collected a total of 42 full datasets, 23 in space and
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19 on-ground. All datasets were integrated, scaled, and merged using Denzo and Scalepack [48] and
the main indicators extracted from the final log files (data are compiled in Tables S1–S4).
Table 2. X-ray data collection protocol.
Protein Dose Mode Rotation Detector-Crystal N◦ Frames Temperature
HBII-O2 Fixed 0.5◦ 183 mm 300 100 K
HBII-III-CN Fixed 0.5◦ 196 mm 275 100 K
Insulin Fixed 0.5◦ 124 mm 150 100 K
Thaumatin Fixed 0.5◦ 120 mm 180 100 K
2.3. Principal Component Analysis
A comprehensive set of data quality indicators, derived from the data reduction and merging
steps, was selected for statistical quality analysis. These ten indicators, tabulated in Table S1, include
the completeness of the full dataset and the highest resolution shell (Comp, CompH); redundancy
(Redund, RedundH); R_merge (Rmerge, RmergeH); intensity over noise (IoSigma, IoSigmaH); B-factor
(Bfactor); and mosaic spread (Mosaic). Table S5 also lists the crystal code, the corresponding protein
(hb2 = oxy-hemoglobin II, hb23 = cyano-hemoglobin II-III, ins = insulin, th = thaumatin) and a flag
indicating if the crystal was grown in space or ground conditions (s = space and g = ground).
Comparison of the quality indicators, because of an inherently different space group, resolution
limit, etc., is not possible without a normalization of the distribution of indicator values. To obtain a
zero-centered distribution, the mean of the distribution was first subtracted from each value and then
all values were divided by their standard deviation. This scaling was done for each protein separately
using both space and ground indicators to compute the mean and standard deviation. In this way,
differences in crystal quality between space and ground crystals can be identified by differences in the
indicator distribution while distributions for different proteins are still comparable. Table S2 shows the
normalized data for all crystals used in this study.
3. Results
Among the many relevant parameters to be considered when comparing crystal quality, two
are of paramount importance: microgravity level and temperature, along with the stability of those
parameters during the growth process. The Granada Crystallization Facility (GCF-2) and the supporting
ground electronics device (GSE) keep the temperature of the reactors at 20 ◦C with an accuracy of
± 0.5 ◦C. Accelerometric data provided by other instruments onboard Foton M3 were also tracked,
showing a very low overall g-level, which increased steadily from 0.5 to 5.5 µG (Figure 1). During the
whole mission, the gravity level was always below 8 µG. According to Carotenuto and co-workers [49],
at this level of residual gravity buoyancy-driven convection of the fluid can be completely neglected.
These data also suggested that low frequency vibrations, correlated in previous studies with the
movement of the crystals and the variation of their growth rate [46], were below 10 µg2/Hz in the 1–10
Hz range during the whole mission, small enough to be negligible.
Visual inspection of the experiments after landing showed that both the space-grown crystals and
their on-ground counterparts contain good-looking crystals with no significant differences in terms of
nucleation density, crystal size, or surface defects. Figure 2 shows representative crystals of insulin
(model protein) and oxy-hemoglobin II, II-III (target protein) grown both in space and on-ground.
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For structural biology studies, the best protein crystals are those producing the better diffraction
data, in order to accurately determine the 3D structural model of the target protein [6,18]. As a rule of
thumb, the quality of a crystal depends on two key factors: the coherent attachment of the molecules to
the crystal lattice and the amount of impurity incorporated in the crystal volume, which can produce
lattice strain [50]. The first factor is directly related to the supersaturation and supersaturation rate,
and a correlation has been found between low supersaturation and better lattice order [51]. Not only
does supersaturation matter, but the steadiness of the supply of molecules during growth also plays a
role in avoiding the formation of zonal defects, such as striations, by maintaining a constant supply
of molecules and a constant impurity ratio. This scenario is broken by convective mass transport
that distorts and/or destroys the depletion zone around growing crystals [6,18]. In this study, we will
compare crystals grown in two scenarios with minimized convection.
The normalized data shown in Table S6 were used to compare space and ground crystals for each
of the ten selected quality indicators. The Tukey [52] five number summaries (minimum, lower-hinge,
median, upper-hinge, maximum) calculated for each indicator are presented in Figure 3 and listed
in Table S7. From this analysis, we can observe that the data collected from crystals grown in space
is better in terms of overall completeness, redundancy at high resolution, and mosaic spread, but
is almost equal to the ground crystal indicators in terms of completeness at high resolution, overall
redundancy, and B factor. On the other hand, crystals grown on-ground are better in terms of Rmerge
and signal over noise ratio, but in all cases the differences are small, always equal to or lower than
0.5 times the standard deviation. A comparison of the distribution shows that the differences in all
indicators are not statistically significant with p-values higher than 30% for all indicators except for the
mosaic spread (15.7%) indicating larger, but still not significant, differences. The standard deviation of
most of the indicators is smaller for the space-grown crystals than for on-ground. This observation
could be related to a higher homogeneity of the crystal’s environment and, therefore, crystal quality.
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A similar previously reported analysis of ferritin crystals grown in solution on-ground and under
low gravity conditions shows a significant correlation between quality indicators [53]. Therefore, a
principal component analysis (PCA) [54,55] was performed to check for any trends in quality indicators
that could be hidden in this multidimensional set of indicators. As shown in Figure 4 (Table S8), the
PCA analysis highlights the correlation between different indicators, i.e., 58.3% of the variance of the
dataset can be explained by just two dimensions and up to 76.3% of the variance is described by adding
a third dimension.Crystals 2019, 9 FOR PEER REVIEW  8 
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the distributions of quality indicator values.
We can now analyze how much each indicator contributes to each dimension, although for our
purpose, it is enough to consider just the fifth dimension, which already explains more than 90%
of the variance. Figure 5 (Table S9) shows the contribution of each of the ten indicators analyzed
in the direction of the first five dimensions. Dimension 1 is mostly in the direction of redundancy
(overall and high resolution) and intensity over noise (mainly overall) with important contributions of
completeness and R-merge at high resolution. Dimension 2 is relatively aligned with overall R-merge,
completeness, and R-merge at high resolution. B-factor also contributes significantly.
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Figure 5. Contribution of each indicator to the five first dimensions.
We can now summarize the results of the principal component analysis of our set of indicators
in a single representation. Figure 6 represents the contribution of the ten indicators to the first two
dimensions (58.3% of the variance of the datasets). As anticipated, indicators are highly correlated,
showing as nearby vectors, with completeness and redundancy (overall and high resolution in both
cases) making a set of highly correlated values. R-merge, intensity over noise, B-factor, and mosaic
spread fall into a second set of highly correlated indicators (negatively correlated in the case of intensity
over noise because the value increases for higher quality, while those of the other correlated indicators
decrease). The space-grown crystals showed larger variance along the completeness/redundancy axis
while ground crystals were less spread in this direction and showed larger spread along the R-merge,
B-factor, mosaic spread and intensity over noise directions. In any case, the differences between the
indicators of the two groups are small.
Interestingly Dimension 3 (explaining 18% of the variance) in the PCA analysis is aligned with
R-merge, IoSigma, Mosaic, and B-factor (Figure 5), the most typical indicators used to define protein
crystal quality [53]. This suggests that this dimension could be relevant in terms of crystal quality
difference between space and ground crystals, but the two populations are equally indistinguishable
(Figure S1) and do not provide new insights.
Crystals 2020, 10, 68 9 of 13
Crystals 2019, 9 FOR PEER REVIEW  10 
 
 
Figure 6. Summary of the PCA analysis on the quality indicators dataset. The plot shows the first and 
second dimensions of the analysis. The projected direction of each indicator "axis" is indicated by 
arrows. The indicators for all the crystals in the dataset are plotted as blue/yellow circles for 
ground/space-grown crystals. The same colors are used to indicate the ellipses encompassing the 
representative points within the two groups. 
Interestingly Dimension 3 (explaining 18% of the variance) in the PCA analysis is aligned with 
R-merge, IoSigma, Mosaic, and B-factor (Figure 5), the most typical indicators used to define protein 
crystal quality [53]. This suggests that this dimension could be relevant in terms of crystal quality 
difference between space and ground crystals, but the two populations are equally indistinguishable 
(Figure S1) and do not provide new insights. 
4. Conclusions 
The role of microgravity in protein crystal quality was investigated by comparing similar—but 
not identical—mass-transport scenarios dominated by diffusion, i.e., space-grown crystals and 
crystals grown in gels. Identical counterdiffusion experiments were set up with four proteins keeping 
constant and careful monitoring of all critical parameters. The crystals characterized in this study 
have been grown either under perfect diffusive mass-transport conditions in gel media or under 
reduced convection in space within a crewless rocket, in both cases, at a constant temperature of 20 
°C. The high quality of the crystals obtained can be attributed to a) the reduction of convection in the 
growth environment and b) the experimental counterdiffusion setup that self-searches for the best 
crystallization conditions within the capillary/reactor.  
Our detailed X-ray diffraction analysis demonstrates that a) all grown crystals diffract at high 
resolution as expected from the counterdiffusion technique; b) in terms of relevance for structural 
studies, the crystals grown under microgravity are of similar quality to those grown in gels on Earth. 
This result is particularly relevant since the incorporation of the gel fibers into the crystals is expected 
to decrease their quality as they reduce diffraction crystal volume and could increase the disorder of 
the crystal lattice. Our results show that this reduction of crystal quality, expected due to the 
incorporation of the gel fibers, is counterbalanced by the perfect diffusive environment (zero 
convection) provided by the porous gel structure.  
All in all, our results show that 1) the growth of crystals in gels is an excellent technique for 
obtaining protein crystals of the highest quality; 2) the scenario offered by space agencies for the 




























Figure 6. Summary of the PCA analysis on the quality indicators dataset. The plot shows the first
and second dimensions of the analysis. The projected direction of each indicator “axis” is indicated
by arrows. The indicators for all the crystals in the dataset are plotted as blue/yellow circles for
ground/space-grown crystals. The same colors are used to indicate the ellipses encompassing the
representative points within the two groups.
4. Conclusions
The role of microgravity in protein crystal quality was investigated by comparing similar—but
not identical—mass-transport scenarios dominated by diffusion, i.e., space-grown crystals and crystals
grown in gels. Identical counterdiffusion experiments were set up with four proteins keeping constant
and careful monitoring of all critical parameters. The crystals characterized in this study have
been grown either under perfect diffusive mass-transport conditions in gel media or under reduced
convection in space within a crewless rocket, in both cases, at a constant temperature of 20 ◦C.
The high quality of the crystals obtained can be attributed to a) the reduction of convection in the
growth environment and b) the experimental counterdiffusion setup that self-searches for the best
crystallization conditions within the capillary/reactor.
Our detailed X-ray diffraction analysis demonstrates that a) all grown crystals diffract at high
resolution as expected from the counterdiffusion technique; b) in terms of relevance for structural
studies, the crystals grown under microgravity are of similar quality to those grown in gels on Earth.
This result is particularly relevant since the incorporation of the gel fibers into the crystals is expected
to decrease their quality as they reduce diffraction crystal volume and could increase the disorder of the
crystal lattice. Our results show that this reduction of crystal quality, expected due to the incorporation
of the gel fibers, is counterbalanced by the perfect diffusive environment (zero convection) provided
by the porous gel structure.
All in all, our results show that 1) the growth of crystals in gels is an excellent technique for
obtaining protein crystals of the highest quality; 2) the scenario offered by space agencies for the growth
of high-quality protein crystals can be enhanced; 3) when a chemically clean environment is needed,
space crystallization is a suitable alternative for the growth of high-quality protein crystals; and 4) the
counterdiffusion technique is particularly well-suited to perform experiments designed to understand
precipitation in space.
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Figure S1: The plot shows the first and third dimensions of the PC analysis. The projected direction of each
indicator “axis” is indicated by arrows. The indicators for all the crystals in the dataset are plotted as blue/yellow
circles for ground/space grown crystals. The same colors are used to indicate the ellipses encompassing the
representative points within the two groups; Table S1: Resume of data collection and refinement statistics for
oxy-hemoglobin II crystals grown in space and on-ground; Table S2: Resume of data collection and refinement
statistics for cyano-hemoglobin II-III crystals grown in space and on-ground; Table S3: Resume of data collection
and refinement statistics of insulin crystals grown in space and on-ground; Table S4: Resume of data collection
and refinement statistics of thaumatin crystals grown in space and on-ground; Table S5: Quality indicators from
dataset processing including the completeness of the full data set and the highest resolution shell (Comp, CompH),
redundancy (Redund, RedundH), R_merge (Rmerge, RmergeH), intensity over noise (IoSigma, IoSigmaH), B
factor (Bfactor) and mosaic spread (Mosaic). The codes identify the proteins (hb2 = oxy-hemoglobin II, hb23 =
cyano-hemoglobin II-III, ins = insulin, th = thaumatin) and enviroment (s = space and g = ground). Table S6:
Normaliz;ed quality indicators for each dataset; Table S7: Statistics comparing the crystals grown in space and
ground conditions; Table S8: Percentage of variance explained by each of the ten dimensions obtained by PCA
analysis of the quality indicators; Table T9: Contribution (percent) of each indicator to the five first dimensions.
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